Multiple sequence alignments.
Multiple sequence alignments are very widely used in all areas of DNA and protein sequence analysis. The main methods that are still in use are based on 'progressive alignment' and date from the mid to late 1980s. Recently, some dramatic improvements have been made to the methodology with respect either to speed and capacity to deal with large numbers of sequences or to accuracy. There have also been some practical advances concerning how to combine three-dimensional structural information with primary sequences to give more accurate alignments, when structures are available.